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SEQUENCE LISTING 
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<151> 2002-02-12 

<160> 7 

<170> Patentin version 3-1 

<210> 1 

<211> 8053 

<212> DNA 

<213> Porcine 



<400> 1 
cagcaagaag 


ttgatccgtg 


ggtggaatcc 


aggtctccag 


agtgtaaagt 


aagcctgaca 


60 


catttagaga 


ttatgaatag 


ttaagtttga 


ataggtcaga 


ggatgtcaac 


agtttggctg 


120 


ggctagagaa 


gtatttagaa 


aaatagtagg 


aaatcaggtt 


aaagaaataa 


ataggagaca 


180 


gattacaggg 


tgctttaaat 


aatataagaa 


taataagaat 


ttggattttt 


agccatactt 


240 


ttgaaattaa 


gcaataaaat 


ccctttttaa 


ataaaaatct 


tatatatgag 


acaccaatat 


300 


gcaaaacaaa 


ttaaaaggag 


gtggtttctc 


caattgaagc 


tgttccctct 


ccctgccctc 


360 


agcctctcag 


gagaaaagct ggaaaaccct 


aaagagaaag 


tttgacaagt 


gtgaacagtc 


420 



600 

660 



780 
840 
900 
960 

1020 
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atgctgcaga catgtgtggg gcaaggtagt gatacagcaa gtggcacaca gtccaggtag 480 

agggatgtac gctgaaggca gaaagcacag agaggggacc accaggctgc cagtgggaag 540 
ggaaggcaaa gatgctggac acaaaaagaa tcagaaagag aggggagtag ttcaaagact 
cacattcagc ggccgtggaa ggacagtgca atcacaaaaa tagtgaaagg caaaggagga 

ggotgccttt gtaaggcagt gatgtgcttt tatgtgtttc tgtcatctag acatttgtgc 720 
tgcactatgc tgtagtcaaa gggatagaaa gtagcacttt tttctctatc agttttcttc 
tgatctcaaa tagatgaaac aaagtctact gcaagaggca gaaaaagctg aacttcgtta 
catttaaaat tgtaagtgcc tgagagtctg tctgaaagcc caatgagaag aaaatacagg 
attcctaatg cccccttcca gaaaggaaaa agaaccattt ccatttctgc aatatttctg 
ttcctttgca caatccggat aattagcaca tttattttta tctttaaaaa ctcttgcccc 

cactgtggag ttaagtacaa tggaatgatt catttcacgt ataattattt taaaacccaa 1080 

ggttcttctt gtgcttttaa aaaataaacg atgagtgaaa cgtgttgaat atgtgcctct 1140 

gagtacagga attccaaagc ggattatttg gattgcggat cagtgacagt ttttggcaag 1200 

cctagttgga tgaggacagt ctccttttcc tctgcgtttg tgaaccttgt gatgaaagtg 1260 

ctcccgccct tttctgagaa cagaaagcct gactcaggca ggcagctgct gctcttaaaa 1320 

cagctcgagc cggcagcctc ccctgctggg gtgagcgcca ccgcagagat gaagctgaag 1380 

ctgtcgaact ggtgctggct gagctccgct gtcctcgcgg cttatggctt tttggtcgtg 1440 

gccaacaatg agacggagga aattaaagat gaagcagcca aggacgcctg cccggtgaga 1500 

ctagaaagca gagggaaatg cgaagaggta ggcgggtgtc cctaccaggt gaacctgccc 1560 

cccttgactc ttcagctccc caagcagttt ggcaggattg aggaggtgtt caaagaggtc 1620 

cagaacctca aggaaattgt gaacagcctg aagaagactt gccaagactg cagactgcag 1680 

gctgacgaca accgagaccc aggcaggaat ggactgctgt caccgggcac aggagccccg 1740 

ggagaagctg atgacagcag agttagagaa ttggagaacg aggttaacaa gctgtcctct 1800 

gacctgaaga atgccaagga agagatcgac gggcttcagg gtcgcctgga gaagctgagc 1860 

cttgtaaata tgaacaacat agaaaattac gttgataaca aggtggcaaa cctaacgttt 1920 

gctgtcaata gtttggatgg caaatgttca tcgcggtgtc ccagtcaaga acaaatacag 1980 
tcacgtccgg gtatgtataa taatgccttc ttatcatttg ttccggaatg ttttatagct 
agacaatacc cataaacatt aacctgggaa aataaaggac agattaagta aattaagcct 

tttatgcatc aaggtagtac aggcaaaact actgtctttg cagatgtgac cacagaaagg 2160 

ttagaagacc taaggaacca aaaaaaatca taaagagttc tgtctccatt agaaagcact 2220 

ttgaatttca aagaccttat gtgctgacgc cagaactaca cacaaacaga gtggagaagg 2280 



2040 
2100 
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caaatttctt 


aacgtgtcat 


tgtgtttaac atttatctct 


tcactggaat 


gtctgaaaac 


2340 


aatggagata 


aggcagtgtt 


tgtggttgta ctctggaaat 


caggttttgg 


tttttttttt 


2400 


ttttgtggcc 


gggtgattgc 


tgcttgtgtg gcaacaagag 


acctttgaaa 


gattttagca 


2460 


agtaatctgt 


acttcataat 


cccaaatatc tcgtggaaag 


caaagacttt 


atagatgaaa 


2520 


taaaagcagc 


ttgtaggctt 


cacatgtgtg cacaactgtt 


tgctttgaga 


tctagtggca 


2580 


caaaagcatt 


ttaaggggag 


ttttgatatg ccactaaagt 


taggaatatg 


ttcttattcc 


2640 


ttcctctctt 


tcactagaat 


tcaagcatgt gacaatagaa 


cccatcttcc 


ccatccagat 


2700 


tatctgaatt 


aactttagta 


aataaattaa ctttagtaaa 


aaaagatcac 


aaacctaact 


2760 


gtctactctg cacaagaact gctggctgtg gcactggttc 


tcccaaaccc 


tggttttccc 


2820 


cacatgagtt 


cctagggcca 


ttgctgactg tggtcttatt 


acattttgga 


aaggcatctc 


2880 


tgcattagaa 


tttctgctta 


ttgtaagtgt gaggttaaag 


gatatggcac 


ttgcagcaga 


2940 


gatggtattc 


atttggaaca 


agtacctacc ttatgcgtgc 


tccattccca 


gggaatctag 


3000 


gagtgaaggg 


agttgggagt 


ttcatggacc actgttgtta 


ttactcccag 


cagcctgtafc 


3060 


ctaagggtac 


cctgcacatt 


gcaaggcaga ggttcaagtc 


aggtaacaca 


cctgggtgct 


3120 


tgttagacgg gatgcttcat ggcagtttgt aatgacaaga 


acaagagtct 


actgcctgtt 


3180 


tttctactaa 


gattggggca 


agtatctgaa tgtttgagtt 


ctaaatatac 


atgaatagat 


3240 


taagtgtggc 


tcatagtgtc 


ttctaccaaa cttgctttat 


ctagcaccta 


tttttataga 


3300 


aattatctgg 


gagtaaatgt 


ctgtatttga ttcctgcaga 


accacagtag 


ctgattatta 


3360 


tacttattct 


gaatacaagt 


acgtgtggtt tccttctaga 


atccaaacgt 


gaaacactaa 


3420 


atattttcct 


ggataataaa 


ttcagaagaa gaatactggt 


atataattaa 


attttttaac 


3480 


ttgaacttct 


ttaattgtca 


agcaagtaaa ataaatggaa 


atgttgatca 


gtgctgtact 


3540 


ttagaatttt 


aatgtatcaa 


ttggaaaaat cctataaaat 


gtcctcaaag 


tggaggctat 


3600 


tagcatctct 


aggtcaaagg 


aaacagaagc atgtgtttcc 


tctgcctgca 


tggaatgcag 


3660 


ttccgggaga 


agtggaatca 


cctgaccttc agggccaagg 


gatacagtgc 


ttacaaggac 


3720 


aaggtttgca 


gccaaccaga 


tctgagtttg tgtcctggct 


ctgccactga 


aagtttctgt 


3780 


gaagttggga 


aagccagtga 


tctcctttga gcctaaatat 


tctttctcac 


cagcagaatg 


3840 


gtaataatat 


ctacgtcata 


cagttcacgt gcagaccaag 


tgtgaaaatg 


ttatcaagtc 


3900 


attggccaaa 


tgcctagagc 


aactggggag cccttatgaa 


atattacgga 


attattgaga 


3960 


ctattctctt 


tatttcttgc 


tggtgatgtt tgctgttcac 


attatcaata 


ttatcaccaa 


4020 


ccaagaaagt 


gttggagagc 


ttggtctgct ttataacacc 


aggttcttgt 


tctgaggcct 


4080 
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ttaacaagca 


tttgccaaat 


aggttcaagt 


acgtttagca 


gagccaggtt 


tT'afctatcac 


4140 


cattgactga 


gttatcaaac 


tgcttttgta 


catctaaaga 


attctttcaa 


i* crc a t acr 1 1 1 


4200 


ttattaacaa 


aatccaatgc 


ctttattttt 


tttttcactc 


cttcagttca 


i" ft" t* at a 


4260 


tataaagatt 


gctctgaata 


ctacacaata 


ggcaaaagga 


gcagtgagat 


n i" a r* acra cr 1 1 


4320 


acaccggatc 


ccaaaaacag 


tagctttgaa gtttactgtg acatggagac 


v«auy yyyy y a 


4380 


ggctggacag 


tgctgcaggc 


accrtcttCTat 


ggaagcacca 


acttcaccag 


aacatcTcrccra 


4440 


gactacaaag 


ttggctttgg 


aaacctcacfa 


agagaatttt 


ggttggggaa 


1- era taaaa 1 1 


4500 


catcttctga 


ctaagagtaa 


rrrrA t" a t" era 1 1 


ctaagaatag 


atcttgagga 


r»t* t" t" aatcrcffc 


4560 


atcaagctct 


atgccttgta 


U>^CL W^CLW Lrf U« L« 


tatgtggcca 


acgagtttct 


^CLauUid^^y %^ 


4620 


ctacacattg gtaactataa 


o crcrc ae c crc t 


ggagatgcct 


tgcgtttcag 


"haaar'at* tac 


4680 


aaccatgaca 


tgaagtattt 




gatagagaca acgatcgata 


i" r* r* c* t c t crcTCr 

L>v^w w ^y y y 


4740 


aactgtgggc 


tctactacag 


v.» v^v^y y y fc- ^y y 


taattfccratg 


cttgtctttc 


fTf a a a e* i" t a 


4800 


aatggcaaat 


attataacca 




crali cr 1 1 c craa 


atgggatttt 


w» i^yyyy 


4860 


tggcctggta 


taagtgaggc 


53 o a #9 r* f" cf cri" 


ggc bacaggti 


cctctttcaa 


a a rrr^ r*a a n 
ciy cicty <a»^cicLq. 


4920 


atgatgatca 


gacccaagta 


r* i" i" t" a acre c a 


fcaaatcacta 


atgcttattc 


o t c ^ rrrrrr t a i* 
w l-^ U^y y y i» 


4980 


tcatttccta 


atagggcaat 




agcactttgg 


aatgtgtttc 




5040 


tcatggctta 


aaacttatct 


c t" era crcaa tier 


ggttcttatg 


ctatacagga 


1" 1 1 era aa t aa 


5100 


agctgaaaaa 


tatgccttgt 


aaacraacrlicc 


tttgttgctg 


ttacactgtt 


atceaaataa 


5160 


acacttgcaa 


gcaaggggaa 


tia 1 1 cracraali 


tacacattag 


atttataatt 




5220 


cttctatttg aaaagttttt 


a "t" t* err* t c a t c 


ttactcactc 


gaactaaaaa 


taafcfccretta 


5280 


ttcagcaggc 


taaattttac 


CL^yo.y L.aia.i-w 


tgtattttgc 


ctgagacttg 


a a rra r^a +* o trr 
cicxy ciVivCL L>y 


5340 


aaggcatatt 


actcttttca 


ggccctaaat 


aactattggg 


tatttatttg 




5400 


ccctattcct 


cattctgaga 


taaacttact 


ctatttatgg 


catttacagc 


attthaattc 


5460 


ccaagcaaag 


ggaaatatgt 


ataattaaac 


ctgttcatgt 


actaatcctg 


a a a t ere! t aaa 


5520 


ttttatttaa 


aatattttaa 


aatgcgacaa 


tatactgtcc 


ctcctaaaag 


f ai* t<^aeraaa 


5580 


attaatttaa 


ccttaaagac 


catggtttaa 


aggtaattca 


ttcatagttt 


a^aat*l*fo^e' 


5640 


agatgtttta 


tgataaaaac 


tgctttaaca 


taaaaaccgt 


cttcctttgc 


tcttttgcat 


5700 


aatagtttta 


aatttaagac 


tgctcactac 


tgtatgagac 


tactggtaga 


ttttctttgg 


5760 


taggtatggg 


tggggaatga 


agcacttatt 


tatagactat 


aacactctga 


aggccaatgt 


5820 


tatatccaaa 


gcaataatat 


cattaagtga 


ttcatttcat 


tcaaagctaa 


gttgtatagg 


5880 


acaaagagat 


aaatctattc 


acaaaaagca 


tatgaatttt 


gaaatatata 


cagaacaatg 


5940 
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gttcaaacat 
caaatatagt 
gcaagtatta 
tcacttcaga 
gttcccgtca 
atccctggcc 
acagacgtgg 
gacccctacc 
aaacagctct 
ttcaatcttt 
aaatgcagct 
ctaacttttt 
tttaaaaata 
aatactatta 
taaaatacca 
tgttgtaact 
ttttgatatt 
tatatatata 
gttctaaaga 
agtttcagga 
cttccagttt 
gcacctttct 
acttattatg 
agactatata 
gtcgtaaata 
ttttaatggc 
tattggctaa 
aggaaaaaaa 
tggatccaat 
aaaabatcca 



tatatacttt 
tttttttaac 
tatttaaaag 
gagaacagca 
tggttcagcg 
tcactcagtg 
cttggatctg 
ctgcaaatgt 
agagtsaaaab 
aatttctagt 
ttccccatta 
gaatattgcc 
tataacatgc 
aaatactgaa 
ttgtagactt 
aatttattct 
atataatgta 
taagtttagg 
aaaatagctc 
gaatgtggca 
tccatcttat 
aataacaaat 
atactagata 
tgagagaatt 
tggcttgact 
tagtattctc 
aattattggg 
aatcaaattt 
aaataaagga 
agta:ccaaaa 



aaccctactg 
aaaacaaaaa 
attataaaaa 
gtattctact 
gttaacaaac 
ggttaaggat 
gcattgctgt 
gccacaggtg 
ctgaaagaat 
gtctgtttct 
tttgaaaaga 
gtatattaaa 
aaagttttca 
gcaagagaaa 
caaaggcttc 
atatttctct 
tttcagacaa 
tatatttctg 
atataagcga 
aacaattcat 
ttcaaagaat 
tacgtaacat 
tattttagac 
tttttgcctt 
actagcaaat 
ttaattaaca 
tccttagaaa 
tctctgataa 
tccatccwat 
tttgctggct 



gtgtatttct 
tagaatttta 
ttgttaaatt 
gcatgttaaa 
ctgactagta 
tcggtgttgc 
ggctgtggcc 
caacccaaaa 
acactgtact 
actaacaaag 
ttaaggaaga 
aagtctaatc 
ggcaaacatg 
tgcaaataga 
atttctactt 
cttttttctt 
gggtattttc 
tgatcaaaag 
gtgtcccctg 
ttgatcgaca 
caaaatttta 
agaaattcct 
tttgatgatc 
aacacaacca 
atattatttt 
aattgtttca 
tcccaaatgg 
gtagttatgc 
aaataaagaa 
cttagttttg 



tatttttcta 
caattcatta 
gcatcattgt 
aaaaaaaaaa 
tccatgggga 
catgagctgt 
ggcagctata 
aaaaaaaaaa 
atgtgagtca 
attttaaagt 
gagtagcttt 
aagaagaagc 
atgaaaacta 
attaagtgat 
aataggatac 
gtaaaacaag 
acttactata 
tgcactcctt 
atttagtgag 
taaatactca 
ttttccatca 
ttttgaaatc 
tttaacatat 
tttactaata 
agcatcttgc 
agctttatca 
aactggttca 
tccaaatgaa 
cttaaataca 
aatggctact 



tcagaagatt 
attttagaat 
aaaaaaggga 
tgctcttgga 
tgcaggtttg 
ggtataggtc 
gctccaattg 
aaaaaaaaaa 
tacaaataca 
aaattcacaa 
agggaagaag 
aagatactct 
tgtttttatg 
gaccaaaatg 
caaatgtaaa 
actaagaaga 
tataactata 
aaaaaatata 
aaacaggtgt 
aaagtttgtc 
tacttttatg 
atttcgtgtc 
tgatggaaat 
tatgataatg 
cttagttcca 
tatttgaaaa 
ctcatcactg 
atttattgga 
caaagataaa 
caaggaaagg 



6000 

6060 

6120 

6180 

6240 

6300 

6360 

6420 

6480 

6540 

6600 

6660 

6720 

6780 

6840 

6900 

6960 

7020 

7080 

7140 

7200 

7260 

7320 

7380 

7440 

7500 

756.0 

7620 

7680 

7740 
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y uagaay y t. u 


ioCicmy y ^ cacao 


aca-tcraticrccr 


taactcgtca 


caataagccc 


t:t:gcttagaa 


7800 


ttaatatttt 


cctttatgta 


taaatacgtt 


gatgtttcat 


gtcttttaaa 


aacttgtgaa 


7860 


ataaaagatt 


taatcttcaa 


atctatttct 


tcactgtggg 


aacatgggtt 


actggttgca 


7920 


aaataatttt 


tacgtacttg 


tctgaaaagt 


tggaaaaggt 


ttacctaact 


agacaataac 


7980 


tttgacactt 


cgaaggcttt 


aatgtgtcct 


atttcatcaa 


caggaagtcc 


gagaggcaaa 


8040 


tagaggaaca 


cca 










8053 



<210> 2 

<211> 442 

<212> PRT 

<213> Porcine 

<400> 2 

Met Lys Leu Lys Leu Ser Asn Trp Cys Trp Leu Ser Ser Ala Val Leu 
15 10 15 



Ala Ala Tyr Gly Phe Leu Val Val Ala Asn Asn Glu Thr Glu Glu He 
20 25 30 



Lys Asp Glu Ala Ala Lys Asp Ala Cys Pro Val Arg Leu Glu Ser Arg 
35 40 45 



Gly Lys Cys Glu Glu Val Gly Gly Cys Pro Tyr Gin Val Asn Leu Pro 
50 55 60 



Pro Leu Thr Leu Gin Leu Pro Lys Gin Phe Gly Arg He Glu Glu Val 
65 70 75 80 



Phe Lys Glu Val Gin Asn Leu Lys Glu He Val Asn Ser Leu Lys Lys 
85 90 95 



Thr Cys Gin Asp Cys Arg Leu Gin Ala Asp Asp Asn Arg Asp Pro Gly 
100 105 110 



Arg Asn Gly Leu Leu Ser Pro Gly Thr Gly Ala Pro Gly Glu Ala Asp 
115 120 125 



Asp Ser Arg Val Arg Glu Leu Glu Asn Glu Val Asn Lys Leu Ser Ser 
130 135 140 
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Asp Leu Lys Asn Ala Lys Glu Glu lie Asp Gly Leu Gin Gly Arg Leu 
145 150 155 160 

Glu Lys Leu Ser Leu Val Asn Met Asn Asn lie Glu Asn Tyr Val Asp 
165 170 175 

Asn Lys Val Ala Asn Leu Thr Phe Ala Val Asn Ser Leu Asp Gly Lys 
180 185 190 

Cys Ser Ser Arg Cys Pro Ser Gin Glu Gin lie Gin Ser Arg Pro Val 
195 200 205 

Gin His Leu lie Tyr Lys Asp Cys Ser Glu Tyr Tyr Thr lie Gly Lys 
210 215 220 

Arg Ser Ser Glu lie Tyr Arg Val Thr Pro Asp Pro Lys Asn Ser Ser 
225 230 235 240 

Phe Glu Val Tyr Cys Asp Met Glu Thr Met Gly Gly Gly Trp Thr Val 
245 250 255 

Leu Gin Ala Arg Leu Asp Gly Ser Thr Asn Phe Thr Arg Thr Trp Arg 
260 265 270 

Asp Tyr Lys Val Gly Phe Gly Asn Leu Arg Arg Glu Phe Trp Leu Gly 
275 280 285 

Asn Asp Lys He His Leu Leu Thr Lys Ser Lys Asp Met He Leu Arg 
290 295 300 

He Asp Leu Glu Asp Phe Asn Gly He Lys Leu Tyr Ala Leu Tyr Asp 
305 310 315 320 

His Phe Tyr Val Ala Asn Glu Phe Leu Lys Tyr Arg Leu His He Gly 
325 330 335 

Asn Tyr Asn Gly Thr Ala Gly Asp Ala Leu Arg Phe Ser Lys His Tyr 
340 345 350 

Asn His Asp Met Lys Tyr Phe Thr Thr Pro Asp Arg Asp Asn Asp Arg 
355 360 365 

Tyr Pro Ser Gly Asn Cys Gly Leu Tyr Tyr Ser Ser Gly Trp Trp Phe 
370 375 380 



Asp Ala Cys Leu Ser Ala Asn Leu Asn Gly Lys Tyr Tyr Asn Gin Lys 
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385 390 395 400 

Tyr Arg Gly Val Arg Asn Gly He Phe Trp Gly Thr Tarp Pro Gly He 
405 410 415 

Ser Glu Ala Gin Pro Gly Gly Tyr Arg Ser Ser Phe Lys Glu Ala Lys 
420 425 430 

Met Met He Arg Pro Lys Tyr Phe Lys Pro 
435 440 

<210> 3 
<211> 1033 
<212> DNA 
<213> Porcine 



<400> 3 

ccctctccct gccctcagcc tctcaggaga aaagctggaa aaccctaaag agaaagtttg 60 

acaagtgtga acagtcatgc tgcagacatg tgtggggcaa ggtagtgata cagcaagtgg 120 

cacacagtcc aggtagaggg atgtacgctg aaggcagaaa gcacagagag gggaccacca 180 

ggctgccagt gggaagggaa ggcaaagatg ctggacacaa aaagaatcag aaagagaggg 240 

gagtagttca aagactcaca ttcagcggcc gtggaaggac agtgcaatca caaaaatagt 300 

gaaaggcaaa ggaggaggct gcctttgtaa ggcagtgatg tgcttttatg tgtttctgtc 360 

atctagacat ttgtgctgca ctatgctgta gtcaaaggga tagaaagtag cacttttttc 420 

tctatcagtt ttcttctgat ctcaaataga tgaaacaaag tctactgcaa gaggcagaaa 480 

aagctgaact tcgttacatt taaaattgta agtgcctgag agtctgtctg aaagcccaat 540 

gagaagaaaa tacaggattc ctaatgcccc cttccagaaa ggaaaaagaa ccatttccat 600 

ttctgcaata tttctgttcc tttgcacaat ccggataatt agcacattta tttttatctt 660 

taaaaactct tgcccccact gtggagttaa gtacaatgga atgattcatt tcacgtataa 720 

ttattttaaa acccaaggtt cttcttgtgc ttttaaaaaa taaacgatga gtgaaacgtg 780 

ttgaatatgt gcctctgagt acaggaattc caaagcggat tatttggatt gcggatcagt 840 

gacagttttt ggcaagccta gttggatgag gacagtctcc ttttcctctg cgtttgtgaa 900 

ccttgtgatg aaagtgctcc cgcccttttc tgagaacaga aagcctgact caggcaggca 960 

gctgctgctc ttaaaacagc tcgagccggc agcctcccct gctggggtga gcgccaccgc 1020 

agagatgaag ctg 1033 
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<210> 4 

<211> 1015 

<212> DNA 

<213> Homo sapiens 



<400> 4 
tgccttcagc 


ctctgaagag 


aaagttagaa 


aactattatc 


attaatgcta 


catgttttga 


60 


acaagctgat 


ataccaagtg 


gcccagagag 


caggtagaag 


aaccagcgtg 


gagacagaaa 


120 


gcaagaggcc 


cgcctgccag 


ggctacctgc 


agaaagaaag 


ggcaaagatg 


ctgtaggcaa 


180 


gagaagttca 


ggacagacac 


tggcatagct 


caaagattca 


catttgagca 


gctgtggaag 


240 


atgacagtac 


aattaccaaa 


atgtcgaagg 


gcaaaggagg 


cagctactgg 


ttttgatgaa 


300 


agacaattat 


gtccttttaa 


atgggtctta 


gacatttaga 


catttatata 


cactatgcta 


360 


cggacaaagg 


aatagaaagt 


agcacttttt 


tctccactag 


ttttcttctc 


tttttcaagt 


420 


agatgaagca 


aaagtcaact 


gcaatagtca 


gaaagctgta 


ctttgttaca 


cttagaaact 


480 


tctaaaagtg 


cttaagattt 


cacctgaaag 


tccaacatga 


agaaaataca 


ggctccccaa 


540 


tgccccattc 


taagaaggaa 


aaaggaccat 


tttcatttta 


gtaacgtttc 


tgttctatag 


600 


acagtttgga 


taactagctc 


ttacttttta 


tctttaaaaa 


ctgtttttcc 


agtgaagtta 


660 


cgtataatta 


tttacttcaa 


gcgtaagtat 


accaaattac 


tttagaaatg 


caagactttt 


720 


cttatacttc 


ataaaataca 


ttatgaaagt 


gaatcttgtt 


ggctgtgtac 


atttgactat 


780 


aataatttca 


atgcatatta 


tttctattga 


gagtaagtta 


cagtttttgg 


caaactgcgt 


840 


ttgatgaggg 


ctatctcctc 


ttcctgtgcg 


tttctaaaac 


ttgtgatgca 


aacgctccca 


900 


ccctttcctg 


ggaacacaga 


aagcctgact 


caggcagctg 


ccgctattaa 


agcagctcca 


960 


gccctgcgca 


ctccctgctg 


gggtgagcag cactgtaaag 


atgaagctgg 


ctaac 


1015 



<210> 5 

<211> 1015 

<212> DNA 

<213> Murine 



<400> 5 

gaaaagtctt gggaaatctg 



gttagagata taaatatgag aactggacat ggtggtacac 



60 
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acctgtgatc tctgtgttta ggagggagag gcagagagat caggagttca aggccagcct 
gagctacttg agacccagtc taaataaata agagatagat tacagagtgc ctttaactag 
tacagagaaa gaatttgggt ttatctgtgt cagttacgct gaaataattt ttaagtaata 
aaatcccttt taataagaaa ccttatgagg tcagtatgca caatgaactt aagagagacc 
cccagctcct gagctgagtg atggggaagg acagccactg cctgtgatgt gtgagtgacg 
tgcttccaag tgttttaacc actgacgatt acatagcctg cacagtcagg agaaaacagc 
cgtattctct gccagttctc ttccctttta caaacagatg agagacacac acagagaatc 
catttaaaga gcggaccttt gttctgatta ggggcaattt taagtactta agagttcaca 
caaagtctag ccttcaaaaa gaaaacaggt tcccaaacta gggaggaaac agaatcattt 
ccattttggt gacatttagt gggaagaagc tcacagacat ttagacgttc caactctttc 
cccactagtg gaccaagtat ataatatggt atcttttggg cactggtatt acaactgttt 
tttaaacaaa agactttcct tgtgctttac taaaaaccca gacggtgaat cttgaataca 
atgcgtggca cccacggcag gcattctatt gtgcatagtt ttgactgaca ggagatgaca 
gcatttggct ggctgcgctt gctgaggacc ctctcctcct gtgtggcgtc tgagactgtg 
atgcaaatgc gcccgccctt ttctgggaac tcagaacgcc tgagtcaggc ggcggtggct 
attaaagcgc ctggtcaggc tgggctgccg cactgcaagg atgaggcttc ctggt 

<210> 6 

<211> 439 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Lys Leu Ala Asn Trp Tyr Trp Leu Ser Ser Ala Val Leu Ala Olir 
15 10 15 

Tvr Gly Phe Leu Val Val Ala Asn Asn Glu Thr Glu Glu lie Lys Asp 
20 25 30 

Glu Arg Ala Lys Asp Val Cys Pro Val Arg Leu Glu Ser Arg Gly Lys 
35 40 45 



120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1015 



Cys Glu Glu Ala Gly Glu Cys Pro Tyr Gin Val Ser Leu Pro Pro 
50 55 60 
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Thr lie Gin Leu Pro Lys Gin Phe Ser Arg He Glu Glu Val Phe Lys 
65 70 75 80 

Glu Val Gin Asn Leu Lys Glu He Val Asn Ser Leu Lys Lys Ser Cys 
85 90 95 

Gin Asp Cys Lys Leu Gin Ala Asp Asp Asn Gly Asp Pro Gly Arg Asn 
100 105 110 

Gly Leu Leu Leu Pro Ser Thr Gly Ala Pro Gly Glu Val Gly Asp Asn 
115 120 125 

Arg Val Arg Glu Leu Glu Ser Glu Val Asn Lys Leu Ser Ser Glu Leu 
130 135 140 

Lys Asn Ala Lys Glu Glu He Asn Val Leu His Gly Arg Leu Glu Lys 
145 150 155 160 

Leu Asn Leu Val Asn Met Asn Asn He Glu Asn Tyr Val Asp Ser Lys 
165 170 175 

Val Ala Asn Leu Thr Phe Val Val Asn Ser Leu Asp Gly Lys Cys Ser 
180 185 190 

Lys Cys Pro Ser Gin Glu Gin He Gin Ser Arg Pro Val Gin His Leu 
195 200 205 

He Tyr Lys Asp Cys Ser Asp Tyr Tyr Ala He Gly Lys Arg Ser Ser 
210 215 220 

Glu Thr Tyr Arg Val Thr Pro Asp Pro Lys Asn Ser Ser Phe Glu Val 
225 230 235 240 

Tyr Cys Asp Met Glu Thr Met Gly Gly Gly Trp Thr Val Leu Gin Ala 
245 250 255 

Arg Leu Asp Gly Ser Thr Asn Phe Thr Arg Thr Trp Gin Asp Tyr Lys 
260 265 270 

Ala Gly Phe Gly Asn Leu Arg Arg Glu Phe Trp Leu Gly Asn Asp Lys 
275 280 285 

He His Leu Leu Thr Lys Ser Lys Glu Met He Leu Arg He Asp Leu 
290 295 300 



Glu Asp Phe Asn Gly Val Glu Leu Tyr Ala Leu Tyr Asp Gin Phe Tyr 
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305 310 315 320 



Val Ala Asn Glu Phe Leu Lys Tyr Arg Leu His Val Gly Asn Tyr Asn 
325 330 335 



Gly Thr Ala Gly Asp Ala Leu Arg Phe Asn Lys His Tyr Asn His Asp 
340 345 350 



Leu Lys Phe Phe Thr Thr Pro Asp Lys Asp Asn Asp Arg Tyr Pro Ser 
355 360 365 



Gly Asn Cys Gly Leu Tyr Tyr Ser Ser Gly Trp Trp Phe Asp Ala Cys 
370 375 380 



Leu Ser Ala Asn Leu Asn Gly Lys Tyr Tyr His Gin Lys Tyr Arg Gly 
385 390 395 400 



Val Arg Asn Gly lie Phe Trp Gly Thr Trp Pro Gly Val Ser Glu Ala 
405 410 415 



His Pro Gly Gly Tyr Lys Ser Ser Phe Lys Glu Ala Lys Met Met lie 
420 425 430 



Arg Pro Lys His Phe Lys Pro 
435 



<210> 7 

<211> 432 

<212> PRT 

<213> Murine 

<400> 7 

Met Arg Leu Pro Gly Trp Leu Trp Leu Ser Ser Ala Val Leu Ala Ala 
15 10 15 



Cys Arg Ala Val Glu Glu His Asn Leu Thr Glu Gly Leu Glu Asp Ala 
20 25 30 



Ser Ala Gin Ala Ala Cys Pro Ala Arg Leu Glu Gly Ser Gly Arg Cys 
35 40 45 



Glu Gly Ser Gin Cys Pro Phe Gin Leu Thr Leu Pro Thr Leu Thr lie 
50 55 60 
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Gin Leu Pro Arg Gin Leu Gly Ser Met Glu Glu Val Leu Lys Glu Val 
65 70 75 80 



Arg Thr Leu Lys Glu Ala Val Asp Ser Leu Lys Lys Ser Cys Gin Asp 
85 90 95 



Cys Lys Leu Gin Ala Asp Asp His Arg Asp Pro Gly Gly Asn Gly Gly 
100 105 110 



Asn Gly Ala Glu Thr Ala Glu Asp Ser Arg Val Gin Glu Leu Glu Ser 
115 120 125 



Gin Val Asn Lys Leu Ser Ser Glu Leu Lys Asn Ala Lys Asp Gin lie 
130 135 140 



Gin Gly Leu Gin Gly Arg Leu Glu Thr Leu His Leu Val Asn Met Asn 
145 150 155 160 



Asn lie Glu Asn Tyr Val Asp Asn Lys Val Ala Asn Leu Thr Val Val 
165 170 175 



Val Asn Ser Leu Asp Gly Lys Cys Ser Lys Cys Pro Ser Gin Glu His 
180 185 190 



Met Gin Ser Gin Pro Val Gin His Leu lie Tyr Lys Asp Cys Ser Asp 
195 200 205 



His Tyr Val Leu Gly Arg Arg Ser Ser Gly Ala Tyr Arg Val Thr Pro 
210 215 220 



Asp His Arg Asn Ser Ser Phe Glu Val Tyr Cys Asp Met Glu Thr Met 
225 230 235 240 



Gly Gly Gly Trp Thr Val Leu Gin Ala Arg Leu Asp Gly Ser Thr Asn 
245 250 255 



Phe Thr Arg Glu Trp Lys Asp Tyr Lys Ala Gly Phe Gly Asn Leu Glu 
260 265 270 



Arg Glu Phe Trp Leu Gly Asn Asp Lys lie His Leu Leu Thr Lys Ser 
275 280 285 



Lys Glu Met lie Leu Arg lie Asp Leu Glu Asp Phe Asn Gly Leu Thr 
290 295 300 
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Leu Tyr Ala Leu Tyr Asp Gin Phe Tyr Val Ala Asn Glu Phe Leu Lys 
305 310 315 320 



Tyr Arg Leu His lie Gly Asn Tyr Asn Gly Thr Ala Gly Asp Ala Leu 
325 330 335 



Arg Phe Ser Arg His Tyr Asn His Asp Leu Arg Phe Phe Thr Thr Pro 
340 345 350 



Asp Arg Asp Asn Asp Arg Tyr Pro Ser Gly Asn Cys Gly Leu Tyr Tyr 
355 360 365 



Ser Ser Gly Trp Trp Phe Asp Ser Cys Leu Ser Ala Asn Leu Asn Gly 
370 375 380 



Lys Tyr Tyr His Gin Lys Tyr Lys Gly Val Arg Asn Gly lie Phe Trp 
385 390 395 400 



Gly Thr Trp Pro Gly He Asn Gin Ala Gin Pro Gly Gly Tyr Lys Ser 
405 410 415 



Ser Phe Lys Gin Ala Lys Met Met He Arg Pro Lys Asn Phe Lys Pro 
420 425 430 



